
Fig A. Sensitivity of the prediction for different fetal fraction and microdeletion size.  

Read count was set to 20M in each sample. Detections 2Mb away from critical region are reported. 

 

Fig B. Specificity of the prediction for different fetal fraction and microdeletion size. 

Read count was set to 20M in each sample. Detections 2Mb away from critical region are reported. 

 

 

 



Fig C. Sensitivity of the prediction for different read count and microdeletion size.  

Fetal fraction was set to 10% for all samples. Detections 2Mb away from critical region are reported. 

 

Fig D. Specificity of the prediction for different read count and microdeletion size.  

Fetal fraction was set to 10% for all samples. Detections 2Mb away from critical region are reported. 

 



Fig E. Sensitivity of the prediction for different fetal fraction and microdeletion size. 

Read count was set to 10M in each sample. Detections 2Mb away from critical region are reported. 

 

Fig F. Specificity of the prediction for different fetal fraction and microdeletion size.  

Read count was set to 10M in each sample. Detections 2Mb away from critical region are reported. 

  



Fig G. Sensitivity of the prediction for different fetal fraction and microdeletion size.  

Read count was set to 10M in each sample. Detections 2Mb away from critical region are NOT reported. 

 

Fig H. Specificity of the prediction for different fetal fraction and microdeletion size.  

Read count was set to 10M in each sample. Detections 2Mb away from critical region are NOT reported. 

  



 

 



 

Fig I. Sensitivity of the prediction for different fetal fraction and size of microdeletion for different 

syndromes.  

Read count was set to 20M in each sample. Detections 2M away from critical region are NOT reported. 

 

 

 

 

 

 

 

 

 



 

 

 



 

 

Fig J. Sensitivity of the prediction for different read count and microdeletion size.  

Fetal fraction was set to 10% for all samples. Detections 2M away from critical region are NOT reported. 

  



Table A. Detailed description of the control samples and their detection accuracy. 

 

  



Table B. The number, mean size of pathogenic regions, and resulting critical regions, as reported 

by our study and DECIPHER database.  

The number of pathogenic regions overlapping its corresponding critical region is reported in brackets. 

Finally, the number of pathogenic deletions from DECIPHER database that does not overlap ISCA 

database is low.  

 

 


